A comparative Hansch type QSAR study was conducted using multiple regression analysis on various sets of quinoxalines, quinoxalin-4-ones, quinazoline-2-carboxylates, 4-hydroxyquinolin-2(1H)-ones, 2-carboxytetrahydroquinolines, phenyl-hydroxy-quinolones, nitroquinolones and 4-substituted-3-phenylquinolin-2(1H)-ones as selective glycine/NMDA site antagonists. Ten statistically validated equations were developed, which indicated the importance of CMR, Verloop's sterimol L1 and ClogP parameters in contributing towards biological activity. Interestingly, normal and inverse parabolic relationships were found with CMR in different series, indicating a dual allosteric binding mode in glycine/NMDA antagonism. Equations reveal an optimum CMR of 10 ± 10% is required for good potency of antagonists. Other equations indicate the presence of anionic functionality at 4-position of quinoline/quinolone ring system is not absolutely required for effective binding. The observations are laterally validated and in accordance with previous studies.
Introduction
The Central Nervous System (CNS) is regulated by excitatory and inhibitory amino acids known as neurotransmitters. A striking balance between the two maintains normal harmony of CNS physiology and overall well-being of an individual. A slight unbalance precipitates typical CNS disorders [1] [2] [3] [4] [5] [6] .
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Experimental Section
The Data Set
Multiple regression analysis was performed to carry out QSAR study with Hansch approach on glycine site inhibiting activity of NMDA receptor of ten different series of quinoxalines, quinoxalin-4-ones, quinazoline-2-carboxylates, 4-hydroxyquinolin-2(1H)-ones, 2-carboxytetrahydroquinolines, phenylhydroxyquinolones, nitroquinolones and 4-substituted-3-phenylquinolin-2(1H)-ones to produce 50% inhibition of [ 3 
Parameter Calculation
Physicochemical parameters for substituents of unionized molecules like ClogP, CMR and Verloop's sterimol [17] L1 was obtained from MMP plus (www.norgwyn.com). Molar refractivity is based on Lorentz-Lorenz equation: MR = (n 2 − 1)/(n 2 + 2)(MW/d) where n is the index of refraction, MW is molecular weight of the compound and d is density. An interesting facet of MR is its dependency on combined effect of molecular volume and polarizability represented by MW and n, respectively. However the effect of polarizability is less as for most compounds the n is in the range of 1.35-1.60 [18] . It is assumed that MR is a much better parameter than molecular volume [19] . A strong correlation indicates absence of polarizability effects and thus only bulkiness of the drug might be important in interacting with the receptor. To bring MR with the level of π it was scaled down by 0.1. MR with a positive coefficient indicates involvement of dispersive forces in drug receptor interaction [20] .
Chemometric Tools and Technique
A multiple linear regression based software QSAR (received from BITS-Pilani, India) generates QSAR equations and provides correlation coefficient (r), standard deviation (s), and ratio between variance of calculated and observed activites (F); [21] . It measures quality of QSAR equation. Another statistical index to estimate the quality is Q y , which is calculated by the ratio r/s. A high Q y (high r and low s) indicates less probability of chance correlation between biological activity and parameters [22] . A squared correlation was also calculated between CMR and ClogP in each equation to ascertain the true role of each parameter. For testing the validity of a model, 25% compounds of the training set were removed randomly to constitute a test set. A QSAR equation was generated on remaining compounds to predict activity of test set molecules. The activity in all series save carboxytetrahydroquinolines refers to molar concentration of the compound required to displace [ 3 H]-L-689,560 binding to glycine site of NMDA receptor in rat brain membranes. In carboxytetrahydroquinolines, the displaced compound is [ 3 H]Gly.
Compounds were deemed to be outliers on the basis of their difference between observed and calculated activities, which should be greater than 2s. Biological activity of outliers was calculated from the final equation. Applicability domains of QSAR models were estimated wherever necessary by software AMBIT [23] .
Results and Discussion
For all ten series of glycine site antagonists of NMDA receptors (I-VIII), as listed in Tables 1-8 
The activity in Equation (1) is largely governed by CMR, which reveals that there is an overall dispersion interaction of the molecule with the target receptor. Indicator variable I 1 takes a value of 1 for compounds with conformational constraints in the form of triple bond and zero, if otherwise. A positive I 1 coefficient indicates high electronic density moieties in the form of triple bond add to the potency of the molecule by strengthening dispersive forces involved in ligand-receptor interaction. Interestingly, CMR is a very good measure of dispersive force. A small correlation between CMR and ClogP presumably indicates that lipophilicity of molecules is also important but we could not obtain a good correlation with ClogP. Compounds 20 and 22 were not included in the equation as they exhibited inconsistent activities. 
In the generation of Equation (2), activity seems to be dependent upon ClogP in an allosteric way. Activity decreases with ClogP upto inversion point and then increases. For good activity, ClogP of molecules atleast should be above inversion point (0.96). The observation gets support from the derivation of Equation (3), which indicates a positive linear relationship of biological activity with ClogP in a range above inversion point (1.22-2.70). iii. Inhibition of glycine/NMDA site by III (Table 3 ) [24] . [25] . In Equation (4), again CMR emerges as an important parameter with normal allosteric effect. The CMR o obtained is 10.9 (10.7-11.3). This equation is particularly interesting as it provides clues for further synthesis of promising molecules with an optimum CMR range. The negative coefficient of L1 indicates that probably a size limited lipophilic pocket is present near to substituent R in receptor, which does not allow lengthy substituents for efficient binding. Indicator variable I 2 stands with a value of unity for compounds with saturated ring as substituent at R and zero, if otherwise. A negative I 2 in equation reveals that saturated rings are not preferred probably because of their thin delocalized electron cloud, which renders them weak to participate in dispersive force interaction between molecule and receptor for binding. Excluded compound = 54 (5a)
Similarly CMR dominates Equation (5) with a positive regression coefficient in the range 8.14-10.49, which is a subset of CMR range witnessed in Equation (1), indicating both series I and V bind to the glycine site in a similar way. [26] . In Equation (6), a negative allosteric effect with CMR is observed. Activity decreases with CMR upto inversion point (10.8) and then increases with further increase in CMR. 
Equation (7) involves inverse allosteric effect with an inversion point of 9.82. Indicator variable I a = 1 for compounds containing acidic moieties and zero for neutral and basic moieties. A positive I a indicates presence of acidic substituents is preferred which interacts with a proton acceptor site present in the glycine site close to R. 
In derivation of Equation (8), where heteroatom N of substituent R 1 is connected to 3-phenylquinolin-2(1H)-one nucleus, a positive allosteric effect is observed. Activity increases upto inversion point (CMR o = 10) and then starts decreasing. Preference for acidic substituents is indicated by a positive coefficient of I a . This equation could provide some clue in proposing molecules falling in optimum CMR range (9.76-10.20). 
In Equation (9), where heteroatom O of substituent R 2 is connected to 3-phenylquinolin-2(1H)-one nucleus, a negative linear relationship is observed with CMR. The equation also indicates a positive correlation with I a . A normal allosteric effect is again seen in Equation (10) A comparison of these ten equations elicits some very interesting points about the nature of the glycine site and the rersulting mechanistic interpretation of its binding interactions. Out of ten equations CMR was found to be important in eight. All the equations satisfy statistical requirements. In data tables,  values in two columns are in close proximity indicating strong correlation between internal and external predictivities.
Two different types of allosterism were observed in these equations: normal and inverse, especially with parameter CMR. To interpret contribution of CMR in equations is quite challenging. This parameter includes not only volume but also polarizability of molecule. Polarizability, in turn, is directional and attractive dispersive forces, arising out of the charge transfer reaction between molecule and receptor, cannot be established until both are of opposite nature.
In normal allosterism, activity increases in a linear fashion with CMR up to the inversion point where the quadratic term takes over and it decreases with further increase in CMR, resulting in a closed parabolic graph. Perhaps bulky molecules with some polarizability interact at an opportune position in receptor site and therefore activity increases. With further increase in bulkiness beyond the inversion point, steric hinderance of molecules affect binding and activity starts decreasing. Looking at Equations (4, 8, 10) with normal allosteric effects, the coefficient of linear portion of CMR in Equation (10) is thrice than in Equation (4) and twice than in Equation (8), indicating contribution of CMR in activity variation is more in Equation (10) . A similar CMR o of 10 ( 10%) and s (0.136, 0.134 and 0.130) in all three equations indicate similar binding mechanism. Lateral validation or comparison of QSARs thus establishes the authenticity of these three equations. In Equations (1,5), a positive linear relationship with CMR in the range 6.21-10.16 and 8.14-10.49, respectively, might show but not necessarily, normal allosterism. This could be revealed if further derivatives in higher CMR range are synthesized and tested. In Equations (2,3) although CMR is not present, still a weakly positive relationship similar to linear portion of Equation (4, 8, 10 ) is exhibite, suggestive of normal allosterism.
Interestingly, according to a belief, molecules with lower CMR than 10 ( 10%) not being active could be related to evolution in the receptor structure. Logistic modifications in structure and conformaiton of proteins made them insensitive towards unnecessary stimulation from various endogenous small ligands, which started appearing in cell cytoplasm and nucleoplasm with eons of time [18] .
In inverse allosterism, activity decreases initially up to an inversion point and then increases with further increase in CMR resulting in an open parabolic graph. A negative allosteric effect is seen in Equations (6) and (7) with different coefficients of the linear portion of CMR. The CMR ranges where these equations hold applicable are similar [7.37-11.49 for Equation (6) and 7.05-11.90 for Equation (7)]. The point of inversion is 10.8 for Equation (6) and 9.82 for Equation (7) . These two equations support each other's observation; although, the variation in activity with CMR is different in each equation.
In Equation (9), a negative linear relationship with CMR in the range 4.94-6.96 could show inverse allosterism if some more derivatives are synthesized and tested in higher CMR range.
A bilinear relationship of Kubinyi type was also tested by the Bilin (www.kubinyi.de) software for equations where parabolic relationship was found, however the relationship was statistically insignificant.
Maximum effect of I a is seen in Equations (7) and (8) with a large coefficient of 1.660 and 1.162 respectively. Since I a is present in Equations (7,8,9 and 10) , where both allosteric types are exhibited, it is tempting to speculate, that these binding mechanisms do not depend upon presence of anionic functionalities or acidic moieties or any other high electronic density fragments as substituents in a glycine site antagonist. This speculation is supported by a study of Carling et al. [28] , who inferred that anionic functionality is not absolutely required for good activity and glycine site antagonists with neutral and basic moieties at 4-position of 3-phenylquinolin-2(1H)-ones performed equally well.
Our results of dual allosteric modes of binding for series VII and IV and V gets support from another observation of Carling et al. [27] who studied difference in structure activity relationships of these three series and indicated that they do not bind in an identical manner.
Certain QSAR studies although not conducted exhaustively are noteworthy. McQuaid et al. [29] 
Fabio et al. [30] synthesized some 3-substituted indole-2-carboxylates and conducted a QSAR study on them. The Equation (12) 
The importance of MR and σ p in Equations (11, 12) indicates an electronic transfer reaction between the substituted 3-phenyl ring and some site on the receptor leading to involvement of dispersive forces. This study supports our results of CMR being an important parameter in most of our equations.
It is assumed that at the inversion point the structure of a receptor is forced to change into a new shape, which results in an altogether different type of interaction. A possibility could be that there is more than one binding site, but then it shouldn't have been binding with the same parameters defined in the first half of the Equation [31] . The only way to confirm this allosteric interaction is by doing crystallographic studies of molecules present on both sides of inversion point. Some outlier(s) were identified while generating equations, which were not considered in deriving the equation because of their arbitrary behaviour. In Equations (6 and 8), compounds 6 and 3 were treated as outliers, as their CMR values were too low than other derivatives in the series. The reason for anomalous behaviour of other outliers could not be attributed to a specific reason. Outlier identification in all equations was also judged by applicability domain estimation through William's plot (HAT matrix leverage vs..
L-O-O residuals).
A good range of data points was present on both sides of the parabola (positive and negative) and 95% confidence was present on the inversion point. These two checks confirm the quality of our conclusions.
We came across some studies involving 3D-CoMFA (Comparative Molecular Field analysis) methodology [32] [33] [34] [35] [36] . Although quite routinely reported; observations from such studies are difficult to compare with already established QSAR studies. CoMFA with its current status is semiquantitative in nature and does not qualify for quantitative SAR. Results generally are 3D pictures, which cannot be compared precisely. Moreover, the terms used to generate a regression-based model are based on principle components. These terms will have different composition from dataset to dataset so that comparison is impossible leaving pictures as the only tool to compare and conclude [15, 18, 22, 31] .
We have also considered some molecules, which have undergone clinical trials [14] (Figure 1 ). Interestingly, their CMR values are close to CMR o (10 ± 10%). Such results indicate the quality of experimental work and validate the authenticity of equations. ClogP value was calculated for unionic ZD 9379 at pH = 7, which is in alignment with results from Equation (2) that lipophilicity of molecules should be above 0.96 for good activity. The rest have an ionizable carboxylic moiety in their structure and therefore would ionize at physiological pH = 7.4. ClogP values would therefore be different at two pH values. In such cases it is better to calculate logD values, if necessary.
Allosteric interaction has been inferred in previous studies by Bender et al. [37] and Hansch et al. [38] . Their results yield a normal and inverse parabolic relationship with molecular volume and CMR, respectively. It is unknown where our results fit in the allosteric models first proposed by Monod, Wyman and Changeux [39] and later reviewed by Changeux and Edelstein [40] . Koshland et al. also proposed their pioneering work on protein allosterism [41] . These models depict changes in protein/receptor containing subunits. In drug discovery, allosteric interaction could be very advantageous in designing newer more efficacious molecules [42] . 
Conclusions
The purpose of the study was to conduct comparative a QSAR study on various sets of selective glycine/NMDA antagonists to understand the ligand-receptor interaction mechanism and laterally validate the observations. A multiple linear regression of Hansch type analysis was employed. A test set of 25% molecules was excluded from the training set and their activities were predicted from the modified equations to assess the correlation between internal and external predictivities. CMR was found to be an important parameter in contributing to variation in biological activity. The presence of CMR in the equations reveals that dispersive forces are involved in drug-receptor interaction. Equations (4, 8, 10) and (6,7) indicated presence of normal and inverse allosterism at glycine site, respectively. Equations (2,3) indicated the importance of hydrophobic interactions. Verloop's sterimol L1 was also found to be of use in Equation (4) . Equations (4, 8, 10) revealed optimum CMR of 10 ± 10% is required for good activity. Through I a , Equations (7, 8, 9, 10) show the presence of anionic functionality at 4-position of quinoline/quinolone ring system is not absolutely required for effective binding. All the equations have been laterally validated and compared with previous observations in order to authenticate their results. We believe our equations could be helpful in designing more potent analogs.
